a Root-mean-square deviation (RMSD) is calculated for Cα atoms by superimposing the five topscored docked poses generated by the programs, with the crystallographic structures.
. RMSD a for the 5 top-scored docked poses generated using five different protein-protein docking approaches to reproduce the known IRE1 dimer complexes.
Face-to-face dimer (PDB code: 3P23 )
Back-to-back dimer (PDB code: 4YZC) SwarmDock 1. 39, 27.47, 12.94, 16.43, 1, 42 3.56, 31.58, 23.99, 20.23, 34.32 ZDOCK 12.48, 14.59, 0.97, 16.24, 3.65 3.32, 23.70, 31.57, 33.97, 13.34 HsymDock 3.12, 33.20, 39.72, 38.63, 33.62 13.25, 12.84, 30.68, 28.96, 35.72 PatchDock 24.33, 30.03, 25.45, 28.00, 32, 59 29.49, 21.59, 28.19, 25.35, 21.79 ClusPro 3.58, 11.91, 22.40, 17.65, 29.22 31.01, 33.02, 30.02, 34.60, 30 .10 a Root-mean-square deviation (RMSD) is calculated for Cα atoms by superimposing the five topscored docked poses generated by the programs, with the crystallographic structures. 
